Database : GenEmbl : * 



J. 










rtV\ Vi ^rr • * 


3 




cfb in : * 


4 




y D Oin : ^ 


5 




yo OV . 


6 




yD po-t. . 


7 




ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13: 


gb_un : * 


14: 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1841 


100 


. 0 


1841 


6 


AX253204 


AX253204 


Sequence 


2 


1841 


100 


.0 


1841 


6 


AX365258 


AX365258 


Sequence 


3 


1805 


98 


.0 


1818 


6 


AX191534 


AX191534 


Sequence 


4 


1800 


2 


97 


.8 


2171 


6 


AR448094 


AR448094 


Sequence 


5 


1794 


6 


97 


.5 


2042 


9 


BC000980 


BC000980 


Homo sapi 


6 


1790 


2 


97 


.2 


1796 


6 


AX350967 


AX350967 


Sequence 


7 


1786 


97 


.0 


1828 


9 


AF208110 


AF208110 


Homo sapi 


8 


1776 


6 


96 


.5 


1918 


6 


AR256118 


AR256118 


Sequence 


9 


1769 


8 


96 


.1 


1816 


9 


AF212365 


AF212365 


Homo sapi 


10 


1769 


4 


96 


.1 


1816 


6 


AR256107 


AR256107 


Sequence 


11 


1769 


4 


96 


.1 


1816 


6 


AR410121 


AR410121 


Secjuence 


12 


1607 


4 


87 


.3 


2015 


6 


AX253207 


AX253207 


Sequence 


13 


1607 


4 


87 


.3 


2015 


6 


AX365260 


AX365260 


Sequence 


14 


1573 


4 


85 


.5 


1713 


6 


AX253209 


AX253209 


Sequence 


15 


1558 


2 


84 


.6 


1583 


9 


AF250309 


AF250309 


Homo sapi 


16 


1539 


83 


.6 


1701 


6 


AR306577 


AR306577 


Sequence 


17 


1539 


83 


.6 


1701 


6 


AX061651 


AX061651 


Sequence 


18 


1513 


4 


82 


.2 


1515 


6 


AR338361 


AR338361 


Sequence 


19 


1513 


4 


82 


.2 


1515 


6 


AX092426 


AX092426 


Sequence 


20 


1513 


4 


82 


.2 


1515 


6 


AX180774 


AX180774 


Sequence 


21 


1513 


4 


82 


.2 


1515 


6 


AX376332 


AX376332 


Sequence 


22 


1513 


4 


82 


.2 


1515 


9 


AY359122 


AY359122 


Homo sapi 


23 


1505 


8 


81 


.8 


1509 


6 


AX191524 


AX191524 


Sequence 


24 


1504 


2 


81 


.7 


1509 


12 


BT007692 


BT007692 Synthetic 


25 


1191 


8 


64 


.7 


1362 


6 


CQ716823 


CQ716823 


Sequence 


26 


1082 


8 


58 


.8 


1506 


6 


AX350969 


AX350969 


Sequence 


27 


1040 


2 


56 


.5 


2856 


9 


AF208111 


AF208111 Homo sapi 


28 


988 


2 


53 


.7 


1963 


10 


AF208108 


AF208108 Mus muscu 


29 


980 


8 


53 


.3 


2018 


10 


BC026546 


BC026546 Mus muscu 


30 


940 


2 


51 


.1 


2080 


6 


BD275570 


BD275570 


MOLECULES 


31 


842 


2 


45 


.7 


7164 


6 


BD185215 


BD185215 


Novel gen 


32 


842 


2 


45 


.7 . 


22531 


9 


AY518533 


Ay518533 


Homo sapi 



c 




Q /I O O 






T >1 Q O /l 

14 9b3 4 


9 


1 1 J 1 / Z 


A\«i.J.^±/Z IlUlUvJ oa.pj. 


c 




o4z . z 




► / 


T T T A T n 

1 / / U /z 


Q 

9 


AL. U 1 z 4 b / 


Av. u ±. z 4 b / nuiuvJ o cip i 




35 


643 . 2 


34 , 


> 9 


1 C O A 

z5o9 


10 


A A O 1 A A 

Ar z U o 1 U 9 


ArzUolU9 nUS luUSCu 




J D 


3 / o . z 


z U . 


c 
. D 


z 34 13 1 


z 


AL. U 9 3 J o / 


A^AQI'^I^'7 Mn C3 mnc/^ii 


c 


37 


3by . 4 


ly , 


c 
. D 


1 O >l 1 O 

z 34 Izz 


z 


AC 1 3 / 1 / z 


AL.l^/1/z Ka.uuUS HO 


c 


3o 


"SCO yi 

359 . 4 


1 o 

19 . 


. 5 


z 5 14 Iz 


z 


AL. 1 3 b b o b 


Ad^b30b Kaucus no 




3 7 


"5 O D 

J z o 


J. / . 


Q 

. o 


4 n Q 

4 U y 


D 


AKZ D o ± u o 






40 


328 


17. 


. 8 


409 


6 


AR410122 


AR410122 Sequence 


c 


41 


263.6 


14 . 


.3 


507 


11 


G29993 


G2 9993 human STS S 




42 


244 


13. 


,3 


374 


6 


AX098181 


AX098181 Sequence 


c 


43 


200.6 


10. 


.9 


201 


11 


BV175040 


BV175040 sqnm76293 




44 


187.2 


10. 


.2 


327 


6 


AR256109 


AR256109 Sequence 




45 


187.2 


10. 


.2 


327 


6 


AR410123 


AR41012 3 Sequence 



Database : N_Geneseq_23Sep04 : * 

1: geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2 002as : * 

7: geneseqn2 002bs : * 

8 : geneseqn2 003as : * 

9: geneseqn2003bs:* 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



iO . 


Score 


Match Length DB 


±u 


uescr j-puxon 


1 


1841 


100 


0 


1841 


6 


AAD28776 


Aau^o//o xiuman inc 


2 


1841 


100 


0 


1841 


6 


ABA03200 


Aoaojzoo nuinan iii- 


3 


1841 


100 


0 


1841 


12 


ADE83326 


Aae o J J z o Human i Jj - 


4 


1805 


98 


0 


1818 


4 


AAD1258 1 


Aadl25 81 Human pro 


5 


1800.2 


97 


8 


2171 


12 


ADL13033 


AuiijOoj Human sue 


6 


1790 . 6 


97 


3 


2161 


4 


TV TVTTrtrtrtrt O 

AAH99008 


Aan^^uuo Human aoI. 


7 


1790 . 2 


97 


2 


1796 


6 


AAS18126 


Aasl8126 Human DNA 


8 


1786 


97 


0 


1827 


4 


AAD13443 


Aadl344 3 Human int 


9 


1776.6 


96 


5 


1918 


3 


AAZ52046 


Aaz52046 cDNA enco 


10 


1776.6 


96 


5 


1918 


3 


AAA75772 


Aaa75772 cDNA enco 


11 


1769. 8 


96 


1 


1816 


12 


ADI37001 


Adi37001 Novel hum 


12 


1769.8 


96 


1 


1816 


12 


ADL83008 


Adl83008 Human PRO 


13 


1769.8 


96 


1 


1816 


12 


ADL91876 


Adl91876 Human PRO 


14 


1769.4 


96 


1 


1816 


3 


AAZ35746 


Aaz3574 6 Human int 


15 


1769.4 


96 


1 


1816 


3 


AAZ52035 


Aaz52 035 cDNA enco 


16 


1769.4 


96 


1 


1816 


3 


AAA75761 


Aaa75761 cDNA enco 


17 


1607.4 


87 


3 


2015 


6 


AAD28777 


Aad28777 Human Int 


18 


1607.4 


87 


3 


2015 


6 


ABA03201 


Aba03201 Human IL- 


19 


1607 .4 


87 


3 


2015 


12 


ADE83328 


Ade83328 Human IL- 


20 


1573.4 


85 


5 


1713 


6 


ABA03202 


Aba03202 Human IL- 


21 


1539 


83 


6 


1701 


3 


AAA87757 


Aaa87757 Human sec 


22 


1539 


83 


6 


1701 


5 


AAF64039 


Aaf64 03 9 cDNA enco 


23 


1539 


83 


6 


1701 


12 


ADP18777 


Adpl8777 Human sec 


24 


1513.4 


82 


2 


1515 


4 


AAS46124 


Aas46124 Human DNA 


25 


1513.4 


82 


2 


1515 


4 


AAF92136 


Aaf92136 Human PRO 


26 


1513.4 


82 


2 


1515 


4 


AAS09514 


Aas09514 Human cDN 


27 


1513 .4 


82 


2 


1515 


6 


ABS74456 


Abs74456 Human cDN 


28 


1513.4 


82 


2 


1515 


8 


ACA89574 


Aca89574 cDNA enco 


29 


1513.4 


82 


2 


1515 


8 


ACA73584 


Aca73584 Human sec 


30 


1513 .4 


82 


2 


1515 


8 


ACA05899 


Aca05899 Human sec 


31 


1513.4 


82 


2 


1515 


8 


ACA66733 


Aca66733 cDNA enco 


32 


1513.4 


82 


2 


1515 


8 


ACA91242 


Aca91242 Novel hum 


33 


1513.4 


82 


2 


1515 


8 


ACD81619 


Acd81619 Human cDN 


34 


1513.4 


82 


2 


1515 


8 


ACF20308 


Acf20308 Human sec 



35 


1513 


. 4 


82 


. 2 


151b 


o 
o 


ALr 1 y D y 4 


AC r X y b y 4 


riuuian 


sec 


o c 
JO 




. 4 


o o 


. z 


1 C 1 c 

Iblb 


Q 

o 


a r*T\ O 1 Q Q O 


ACUZ X70^ 


T-Ii 1 ma n 
nuiUctiX 




37 


1513 


>l 




. 2 




Q 
O 


Aur lol4 / 


AC£ J. J J.4 / 


TXi 1 m 9 n 

xiuiuaxi 


sec 


3 8 


lbl3 


. 4 


o o 


. 2. 


1 C 1 c 

lb ±b 


Q 
O 


ACJJ^b^bU 


T^r>A O 0 n 
ACCLZ O Z D U 


riu.ilLa.Il 


sec 


39 


1513 


. 4 


82 


. 2 


1515 


8 


Ti Tn o ft rt 

ACF00299 


AC 1 0 0 2 y y 


Human 


sec 


40 


1513 


.4 


82 


.2 


1515 


8 


ACA60441 


Aca60441 


Novel 


hum 


41 


1513 


.4 


82 


.2 


1515 


8 


ACA72356 


Aca72356 


Novel 


hum 


42 


1513 


.4 


82 


.2 


1515 


8 


ACD04880 


Acd04880 


Novel 


hum 


43 


1513 


.4 


82 


.2 


1515 


8 


ACD18341 


Acdl8341 


Human 


sec 


44 


1513 


.4 


82 


.2 


1515 


8 


ACD08348 


Acd08348 


Human 


sec 


45 


1513 


.4 


82 


.2 


1515 


8 


ACA88782 


Aca88782 


Novel 


hum 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq : * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq : * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB.seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_C0MB . seq: * 

6 : /cgn2_6/ptodata/l/ ina/backf ileal . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1800 


.2 


97 


. 8 


2171 


4 


ub - 




- y / D 


-b y4 - / oz 


Sequence 


762, App 


2 


1776 


.6 


95 


. 5 


ly lO 


A 

4 


Ub - 


u y 


O Q 
-ZOO 


- J 1 1 - 1 / 


bequence 


17, 


Appl 


3 


1769 


.4 


96 


. 1 


1815 


4 


TTO 

Ub - 




O o 

-zoo 


-J 11- 1 


Sequence 


1. 


Appli 


4 


1769 


.4 


96 


. 1 


lolo 


A 

4 


TTO 

Ub - 


uy 


- 1d4 


-z ly- 1 


bequence 


1, 


Appli 


5 


1539 


o3 


. 6 


1701 


4 


TTO 

Ub- 


uy 


coo 

- by y 


- joOo-bo 


bequence 


56, 


Appl 


6 


1513 


.4 


82 


. 2 


1515 


4 


us- 


09 


-747 


-2 5 9-11 


Sequence 


11, 


Appl 


7 


932 


.4 


50 


. 6 


5105 


4 


US- 


09 


-.919 


-03 9-293 


Sequence 


293 


, App 


8 


756 


4 1 


. 1 


2337 


4 


TTO 

us- 


09 


O 1 o 

- yiy 


-0 3 y-2y4 


Sequence 


294, App 


9 


328 


17 


. 8 


409 


4 


US- 


09 


-268 


-311-4 


Sequence 


4, 


Appli 


10 


328 


17 


. 8 


409 


4 


US- 


09 


-154 


-219-4 


Sequence 


4, 


Appli 


11 


187 


.2 


10 


. 2 


327 


4 


US- 


09 


-268 


-311-5 


Sequence 


5, 


Appli 


12 


187 


.2 


10 


. 2 


327 


•4 


us- 


09 


-154 


-219-5 


Sequence 


5, 


Appli 


13 


50 


2 


. 7 


50 


4 


us- 


09 


-747 


-259-31 


Sequence 


31, 


Appl 


14 


43 


.6 


2 


. 4 


3288 


2 


US- 


08 


-620 


-694A-1 


Sequence 


1, 


Appli 


15 


43 


.6 


2 


. 4 


3288 


3 


US- 


09 


-022 


-255-1 


Sequence 


1, 


Appli 


16 


43 


.6 


2 


. 4 


3288 


3 


US- 


09 


-022 


-696-1 


Sequence 


1, 


Appli 


17 


43 


.6 


2 


. 4 


3288 


3 


US- 


08 


-978 


-773-1 


Sequence 


1, 


Appli 


18 


43 


.6 


2 


.4 


3288 


3 


us- 


09 


-022 


-253-1 


Sequence 


1/ 


Appli 


19 


43 


.6 


2 


.4 


3288 


3 


us- 


09 


-022 


-260-1 


Sequence 


1, 


Appli 


20 


43 


.6 


2 


.4 


3288 


3 


us- 


09 


-022 


-259-1 


Sequence 


1, 


Appli 


21 


43 


.6 


2 


.4 


3288 


3 


us- 


09 


-022 


-257-1 


Sequence 


1, 


Appli 


22 


43 


.6 


2 


.4 


3288 


4 


us- 


09 


-549 


-679-1 


Sequence 


1, 


Appli 


23 


41 


.8 


2 


.3 


3719 


4 


us- 


08 


-956 


-171E-344 


Sequence 


344, App 


24 


41 


.8 


2 


.3 


3719 


4 


us- 


08 


-781 


-986A-344 


Sequence 


34^ 


App 


25 


41 


.2 


2 


.2 


2215 


2 


us- 


08 


-980 


-329C-1 


Sequence 


1, 


Appli 


26 


40 


.4 


2 


.2 


3223 


2 


us- 


08 


-620 


-694A-9 


Sequence 


9, 


Appli 


27 


40 


.4 


2 


.2 


3223 


3 


us- 


09 


-022 


-255-9 


Sequence 


9, 


Appli 


28 


40 


.4 


2 


.2 


3223 


3 


us- 


09 


-022 


-696-9 


Sequence 


9, 


Appli 


29 


40 


.4 


2 


.2 


3223 


3 


us- 


08 


-978 


-773-3 


Sequence 


3, 


Appli 


30 


40 


.4 


2 


.2 


3223 


3 


us- 


09 


-022 


-253-9 


Sequence 


9, 


Appli 


31 


40 


.4 


2 


.2 


3223 


3 


us- 


09 


-022 


-260-9 


Sequence 


9, 


Appli 


32 


40 


.4 


2 


.2 


3223 


3 


us- 


09 


-022 


-259-9 


Sequence 


9, 


Appli 


33 


40 


.4 


2 


.2 


3223 


3 


us- 


09 


-022 


-257-9 


Sequence 


9, 


Appli 


34 


40 


.4 


2 


.2 


3223 


4 


us- 


09 


-549 


-679-9 


Sequence 


9, 


Appli 


35 


40 


2 


.2 


1350 


4 


us- 


09 


-248 


-796A-8476 


Sequence 


8476, Ap 


36 


40 


2 


.2 


11015 


4 


us- 


10 


-204 


-708-56 


Sequence 


56, 


Appl 


37 


40 


2 


.2 


58407 


4 


us- 


08 


-916 


-421B-2 


Sequence 


2, 


Appli 


38 


40 


2 


.2 


58407 


4 


us- 


09 


-692 


-570-2 


Sequence 


2, 


Appli 


39 


39 


.8 


2 


.2 


5433 


3 


us- 


08 


-929 


-329-1 


Sequence 


1, 


Appli 


40 


39 


.4 


2 


.1 


6113 


4 


us- 


10 


-204 


-708-14 


Sequence 


14, 


Appl 



41 39 2.1 640681 4 US-09-790- 988 - 1 Sequence 1, Appli 

42 38.8 2.1 238 4 US-09- 016-434 -560 Sequence 560, App 

43 38.8 2.1 238 4 US-09-023-655-561 Sequence 561, App 
C 44 38.8 2.1 399 4 US-09-621-976-8976 Sequence 8976, Ap 

45 38 2.1 3942 4 US-09-601- 198-50 Sequence 50, Appl 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2__6/ptodata/l/pubpna/US06_NEW_PUB.seq:* 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB . seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB . seq: * 

6 : /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB . seq: * 

7 : / cgn2_6 /ptodata/ 1/pubpna/US 0 8_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB.seq:* 

9 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB . seq : * 

10 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB . seq: * 

11: / cgn2_6 /p toda t a/ l/pubpna/US 0 9C_PUBC0MB . seq : * 

12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: * 

13 : /cgn2_6 /ptodata/ 1/pubpna/US 10 A_PUBCOMB . seq : * 

14 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB. seq: * 

15: /cgn2_6/ptodata/l/pubpna/US10C_PUBCOiyiB.seq:* 

16: /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB.seq:* 

17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB.seq:* 

18 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB. seq: * 

19 : /cgn2__6/ptodata/l/pubpna/USll_NEW_PUB.seq: * 

2 0: / cgn2_6 /ptodata/ 1 /pubpna/US 6 0_NEW_PUB . seq : * 

21 : /cgn2_6/ptodata/l/pubpna/US60_PUBCOMB. seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length DB 


ID 








Description 


1 


1841 


100 


.0 


1841 


9 


US- 


09- 


886- 


404-17 


Sequence 17, Appl 


2 


1841 


100 


.0 


1841 


15 


US 


-10 


-037 


-591A-17 


Sequence 17 , Appl 


3 


1805 


98 


.0 


1818 


16 


US 


-10 


-169 


-395-56 


Sequence 56, Appl 


4 


1790.2 


97 


.2 


1796 


10 


US 


-09 


-863 


-818A-1 


Sequence 1, Appli 


5 


1790 .2 


97 


2 


1796 


18 


us 


-10 


-749 


-144-1 


Sequence 1, Appli 


6 


1786 


97 


0 


1827 


9 


us- 


09- 


778- 


971-1 


Sequence 1, Appli 


7 


1776.6 


96 


5 


1918 


11 


us 


-09 


-796 


-844-17 


Sequence 17, Appl 


8 


1776.6 


96 


.5 


1918 


17 


us 


-10 


-645 


-702-17 


Sequence 17, Appl 


9 


1769.8 


96 


.1 


1816 


17 


us 


-10 


-614 


-853-1 


Sequence 1, Appli 


10 


1769.4 


96 


.1 


1816 


11 


us 


-09 


-796 


-844-1 


Sequence 1, Appli 


11 


1769.4 


96 


.1 


1816 


17 


us 


-10 


-645 


-702-1 


Sequence 1, Appli 


12 


1769.4 


96 


.1 


1816 


17 


us 


-10 


-686 


-639-1 


Sequence 1, Appli 


13 


1607.4 


87 


3 


2015 


9 


us- 


09- 


886- 


404-19 


Sequence 19, Appl 


14 


1607.4 


87 


.3 


2015 


15 


us 


-10 


-037 


-591A-19 


Sequence 19, Appl 


15 


1539 


83 


.6 


1701 


11 


us 


-09 


-978 


-360A-33 


Sequence 33, Appl 


16 


1539 


83 


.6 


1701 


15 


us 


-10 


-315 


-664-56 


Sequence 56, Appl 


17 


1513 .4 


82 


.2 


1515 


9 


us- 


09- 


874- 


503-11 


Sequence 11, Appl 


18 


1513 .4 


82 


2 


1515 


10 


us 


-09 


-747 


-259-11 


Sequence 11, Appl 


19 


1513 .4 


82 


.2 


1515 


10 


us 


-09 


-908 


-827-11 


Sequence 11, Appl 


20 


1513 .4 


82 


2 


1515 


13 


us 


-10 


-006 


-867-157 


Sequence 157, App 


21 


1513 .4 


82 


2 


1515 


13 


us 


-10 


-052 


-586-399 


Sequence 399, App 


22 


1513 .4 


82 


2 


1515 


13 


us 


-10 


-063 


-547-157 


Sequence 157, App 


23 


1513.4 


82 


2 


1515 


13 


us 


-10 


-000 


-157-11 


Sequence 11, Appl 


24 


1513.4 


82 


2 


1515 


13 


us 


-10 


-063 


-551-157 


Sequence 157, App 


25 


1513.4 


82 


2 


1515 


14 


us 


-10 


-174 


-590-399 


Sequence 399, App 





Id IJ 


A 




. z 


1 t; 1 t; 

X 3 X3 


1 A 




X u 


- 1 7 
X / 0 


- 7 ^ p 
/ 3 0 


0 7 -7 


Q m 1 0 n 0 

OC(^U.CiiL>C 


7 Q Q 

J 2*27 , 




z / 




A 
. % 


OZ . 


. z 


X3X3 


1 A 




1 n 

X u 


X / 3 


-77 7 


J 27 27 


OC^^wlCXl^C 






Z O 


±3 J. J 


A 


QO 

OZ . 


. z 


X3 X3 


1 A 


TTQ- 


1 n 

X u 


uoo 


D XO 


- 1 R7 

— X 3 / 


OClj^UCil^^C 


1 "^7 
X3 / , 


App 


O Q 


1 C 1 1 


A 


OZ . 


. z 


X3 X3 


1 A 
Xft 




X u 


-174. 
X / ^ 


- ^ ft 1 
3 0 X 


- 7 Q Q 

- J 27 27 


Clopn 1 on ^0 
Oc^UdlCc 




/\pp 


"5 A 
0\J 


13 1 J 


A 


OZ , 


. z 


X3X3 


1 A 
Xft 


Uo 


X u 


- 1 7 
X / 0 


ft 0 J 


J 27 27 


0 c Vj^ Uc: lie 6 




App 


"i 1 
J 1 


13 U 


A 


oZ < 


. z 


X3 X3 


1 A 
Xfi 


TTC - 


xu 


-17^ 

X / 0 


- 7 A Q 

— / ft 27 


- 'I QQ 

- J 27 2? 


OC(]UCllC6 




App 


oZ 




. ft 


P 0 

oz . 


. z 


X 3 X 3 


1 A 


TTQ - 
uo 


X \J 


- 1 7fi 
X / 0 


-? X fr 


J -7 -7 


Q 0 1 0 n 

OCL£U.c:iiOc:: 




i^PP 




±3 X J 


/I 
. ft 


0 z . 


. z 


X 3 X 3 


1 A 


uo 


X u 


- 1 7fi 

X / D 


-7X3 


- 7 Q Q 

0 -7 27 


Q om 1 £3m ^ 0 
OCL^U-Cllv^C 


QQ 

^yy , 


>i.pp 


A 


±3 X J 


/I 
. ft 


0 z . 


. z 


X 3 X 3 


1 A 


uo 


X u 




- S Q 

3 D -7 


-1^7 

X 3 / 


OCv^UCXlL^C 


1 ^^7 
X3 / , 


/\pp 




±3 J.^ 


A 
. ft 


oz < 


. z 


X 3 ± 3 


1 A 


uo 


1 n 

X \J 




3 X 0 


X 3 / 


OCL^UCll^C 


1 ^7 
X3 / , 


rtPP 


J o 


±3 X J 


A 
« ft 


ft 0 

cz . 


• z 


X3 X 3 


1 A 


TTQ- 
uo 


X u 


u 0 J 


3X3 


- 1 ^^7 


OCV^UCilOC 


1 S7 
X3 / , 


Mpp 


J / 


X 3 X J 


. ft 


P 9 

0 Z . 


. z 


X 3 X 3 


1 A 


u 0 


X u 


U D 0 


3 X z 


- 1 R 7 

X 3 / 


Q 0 1 c» T-> r-» ^ 

OCV^Udl^C 


1 R7 
X3 / , 


H.pp 


•3 Q 
^ 0 


X3 X J 


A 
• ft 


P 0 
OZ . 


. z 


X3 X3 


1 A 
Xft 


TTQ - 
Uo 


xu 


X / J 


- 7 n<c 
/ uo 


- 7 Q Q 

J 27 27 


Oc(^UcIlU>c 


^yy f 


App 




X 3 X J 


. fx 


0 z . 


1 z 


X 3 X 3 


1 A 


TTQ- 
uo 


1 0 

X \J 


- 1 7R 

X / 3 


-7'^R 
/JO 


J 27 27 


Qomi on 

OCl^UCll^C 


J 27 27 , 


App 


40 


1513 


.4 


82. 


.2 


1515 


14 


us- 


10 


-175 


-752 


-399 


Sequence 


399, 


App 


41 


1513 


.4 


82. 


.2 


1515 


14 


us- 


10 


-176 


-482 


-399 


Sequence 


399, 


App 


42 


1513 


.4 


82. 


.2 


1515 


14 


us- 


10 


-176 


-757 


-399 


Sequence 


399, 


App 


43 


1513 


.4 


82. 


.2 


1515 


14 


us- 


10 


-176 


-913 


-399 


Sequence 


399, 


App 


44 


1513 


.4 


82. 


.2 


1515 


14 


us- 


10 


-180 


-552 


-399 


Sequence 


399, 


App 


45 


1513 


.4 


82. 


.2 


1515 


14 


us- 


10 


-180 


-557 


-399 


Sequence 


399, 


App 



Database : EST:* 



1 


gD esci : 


if 




rrV^ o e t* ^ • 

g JLJ C £> U- ^ « 




3 


gb_htc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


* 


6 


gb_est5 : 


* 


7 


gb_est6 : 


* 


8 


gb_gssl : 




9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


1814 


.2 


98 


.5 


1819 


3 


CR615594 


CR61S594 


full-leng 




2 


988 


.4 


53 


. 7 


2062 


3 


AK045627 


AK045627 


Mus muscu 




3 


974 


.2 


52 


. 9 


2010 


3 


AK050139 


AK050139 


Mus muscu 


c 


4 


810 


.6 


44 


.0 


960 


1 


AL565993 


AL565993 


AL565993 


c 


5 


805 


.2 


43 


. 7 


875 


5 


BX453537 


BX453537 


BX453537 




6 


796 


. 2 


43 


. 2 


902 


1 


AL535617 


7VL535617 


AL535617 




7 


794 


. 6 


43 


.2 


887 


5 


BX431018 


BX431018 


BX431018 




8 


766 


.2 


41 


.6 


946 


4 


BI823321 


BI823321 


603041231 




9 


751 


. 8 


40 


. 8 


795 


7 


CF455736 


CF455736 


AGENCOURT 


c 


10 


719 


. 8 


39 


. 1 


882 


5 


BX453536 


BX453536 


BX453536 


c 


11 


717 


. 2 


39 


. 0 


783 


6 


CB241389 


CB241389 


UI-CF-FNO 




12 


672 


8 


36 


.5 


676 


5 


BX483104 


BX483104 


DKFZp686L 




13 


643 


8 


35 


.0 


703 


1 


AV709899 


AV709899 


AV709899 




14 


638 


4 


34 


.7 


652 


4 


BM693867 


BM693867 


UI-E-DWl- 


c 


15 


638 


2 


34 


.7 


664 


6 


CB305764 


CB305764 


UI-CF-ENl 




16 


626 


8 


34 


.0 


641 


2 


BE539514 


BE539514 


601060209 




17 


626 


4 


34 


.0 


676 


1 


AV727345 


AV727345 


AV727345 


c 


18 


621 


2 


33 


.7 


657 


4 


BM670929 


BM670929 


UI-E-DWl- 




19 


608 


8 


33 


.1 


788 


4 


BI458542 


BI458542 


603198643 


c 


20 


603 


4 


32 


.8 


630 


4 


BG433769 


BG433769 


602497744 




21 


594 


6 


32 


.3 


898 


5 


BX431019 


BX431019 


BX431019 




22 


586 


4 


31 


. 9 


842 


4 


BI602183 


BI602183 


603244108 




23 


585 


4 


31 


.8 


680 


2 


AW970151 


AW970151 


EST382232 




24 


558 


4 


30 


.3 


561 


2 


AW675096 


AW675096 


bb40e05 .y 




25 


524 


6 


28 


.5 


745 


7 


CK832878 


CK832878 


4056654 B 


c 


26 


523 


2 


28 


.4 


547 


6 


CA412162 


CA412162 


UI-H-EUl- 


c 


27 


503 


2 


27 


.3 


510 


2 


AW299271 


AW299271 


xs48h02 .X 


c 


28 


496 


2 


27 


.0 


509 


2 


BF110326 


BF110326 


7n36f01.x 


c 


29 


481 


2 


26 


.1 


488 


1 


AA514396 


AA514396 


nf57c01.s 


c 


30 


480 


8 


26 


.1 


502 


2 


BE466508 


BE466508 


hx93h01.x 


c 


31 


478 


4 


26 


.0 


484 


2 


BF064177 


BF064177 


7h95bll.x 


c 


32 


476 


4 


25 


.9 


491 


2 


AW837146 


AW837146 


QV1-LT003 




33 


475 


8 


25 


. 8 


708 


7 


CK951479 


CK951479 


4090992 B 




34 


463 


8 


25 


.2 


773 


4 


BI103740 


BI103740 


602887278 




35 


456 


8 


24 


.8 


710 


2 


BB653710 


BB653710 


BB653710 




36 


452 


8 


24 


.6 


468 


5 


BX282554 


BX282554 


BX282554 


c 


37 


441 


8 


24 


.0 


457 


1 


AA677205 


AA677205 


zj60f 04 . s 



c 


38 


439.8 


23 . 


. 9 


460 


2 


BF740045 


at /4 L;U4 D 






39 


437 . 8 


23 . 


, 8 


470 


2 


BF921554 


DCQ"^T CCA 


MKl -JN i U 1 / 


c 


40 


435.4 


23. 


.7 


437 


1 


AI032064 


AI032064 


ow68dl2 .X 


c 


41 


434 .4 


23 . 


.6 


477 


1 


AA287951 


AA287951 


zs55b03 .r 


c 


42 


433 


23 , 


.5 


435 


8 


AQ309936 


AQ309936 


CIT-HSP-2 


c 


43 


429 


23, 


.3 


499 


2 


BF920093 


BF920093 


MR1-NT017 




44 


420 


22 , 


.8 


420 


1 


AV728939 


AV728939 


AV728939 


c 


45 


418.4 


22 , 


.7 


420 


1 


AI401622 


AI401622 


tf60d02.x 



Database : GenEmbl : * 



1 
X 




ba : * 








3 




gb in : * 


4 




y D OIii : ^ 


5 




yu W • 


6 




go • ^ 


7 




gl^ ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No . 


Score 


Match Length 


Da 




Description 


1 


2015 


100 


0 


2015 


6 


Aa2 532 07 


AX253207 


Sequence 


2 


2015 


100 


0 


2015 


6 


AX365260 


AX365260 


Sequence 


3 


1607 


.4 


79 


8 


1841 


D 


Aaz b J z U4 


AX253204 


Sequence 


4 


1607 


.4 


79 


8 


1841 


6 


AX365258 


AX365258 


Sequence 


5 


1571 


.4 


78 


0 


1818 


6 


AX191534 


AX191534 


Sequence 


6 


1566 


.6 


77 


7 


2171 


6 


AR448094 


AR448094 


Sequence 


7 


1561 


77 


5 


2042 


9 


BC000980 


BC000980 


Homo sapi 


8 


1556 


.6 


77 


3 


1796 


6 


AX350967 


AX350967 


Sequence 


9 


1552 


.4 


77 


0 


1828 


9 


AF208110 


AF208110 


Homo sapi 


10 


1543 


76 


6 


1918 


6 


AR256118 


AR256118 


Sequence 


11 


1536 


.2 


76 


2 


1816 


9 


AF212365 


AF212365 


Homo sapi 


12 


1535 


.8 


76 


2 


1816 


6 


AR256107 


AR256107 


Sequence 


13 


1535 


.8 


76 


2 


1816 


6 


AR410121 


AR410121 


Sequence 


14 


1439 


71 


4 


1713 


6 


AX253209 


AX253209 


Sequence 


15 


1432 


.6 


71 


1 


1701 


6 


AR306577 


AR306577 


Sequence 


16 


1432 


.6 


71 


1 


1701 


6 


AX061651 


AX061651 


Sequence 


17 


1324 


.6 


65 


7 


1583 


9 


AF250309 


AF250309 


Homo sapi 


18 


1279 


.8 


63 


5 


1515 


6 


AR338361 


AR338361 


Sequence 


19 


1279 


.8 


63 


5 


1515 


6 


AX092426 


AX092426 


Sequence 


20 


1279 


.8 


63 


5 


1515 


6 


AX180774 


AX180774 


Sequence 


21 


1279 


.8 


63 


5 


1515 


6 


AX376332 


AX376332 


Sequence 


22 


1279 


.8 


63 


5 


1515 


9 


AY359122 


AY359122 


Homo sapi 


23 


1272 


.2 


63 


1 


1509 


6 


AX191524 


AX191524 


Sequence 


24 


1270 


.6 


63 


1 


1509 


12 


BT007692 


BT007692 Synthetic 


25 


1040 


.2 


51 


6 


2856 


9 


AF208111 


AF208111 


Homo sapi 


26 


958 


.2 


47 


6 


1362 


6 


CQ716823 


CQ716823 


Sequence 


27 


940 


.2 


46 


7 


2080 


6 


BD275570 


BD275570 


MOLECULES 


28 


862 


.8 


42 


8 


1506 


6 


AX350969 


AX350969 


Sequence 


29 


842 


.2 


41 


8 


7164 


6 


BD185215 


BD185215 


Novel gen 


30 


842 


.2 


41 


8 


22531 


9 


AY518533 


AY518533 


Homo sapi 


31 


842 


.2 


41 


8 


149634 


9 


AC113172 


AC113172 


Homo sapi 


32 


842 


.2 


41 


8 


177072 


9 


AC012467 


AC012467 Homo sapi 





1 1 
J J 


T C C Q 


J 0 . 


. U 


1 y 0 J 


IvJ 


Ar z u 0 1 u 0 


M.rzuo±vO riu.s rnuocu. 






/DO . 4 


3 / . 


, 0 


z U lo 


lU 




UOnOCI^AC Mil a rnno/^ii 

X3L>UZODffcO rlUo niuscu 




35 


643 . Z 


31 . 




0 C 0 Q 

^5o9 


lU 


TV f*^ /\ 0 1 A 0 

Ar z U 0 1 U 7 


TV C*0 ^ 0 1 lutein mi 1 0 

Ar^UolU? lYluS musCU 




J D 


3/0.4: 


lo . 


Q 

. 0 


0 "5 /I 1 11 

-ii 34 X J 1 




AL.uy3 3o / 


AL.U-7J jD / rius muscu. 


c 


37 


C Q A 

359.4 


1 / . 


. 0 


^341^^ 




AL13 /±/Z 


AU13/1/Z KcLuCUS no 


c 


3o 


■a C 0 A 

359 . 4 


17 . 


Q 

. 0 






AL. 1 3 0 3 0 0 


AV...13D3 0 0 KelCCUS nO 






"3 0 0 
3^0 


Id . 


-5 

> J 


ft u y 


0 


ADO t^Cl 0 Q 
AK^ D 0 X U 0 






40 


328 


16. 


.3 


409 


6 


AR410122 


AR410122 Sequence 


c 


41 


263 . 6 


13 . 


. 1 


507 


11 


G29993 


G2 9993 human STS S 




42 


204.2 


10. 


. 1 


374 


6 


AX098181 


AX098181 Sequence 


c 


43 


200.6 


10. 


.0 


201 


11 


BV175040 


BV175040 sqnin76293 




44 


187.2 


9. 


.3 


327 


6 


AR256109 


AR256109 Sequence 




45 


187.2 


9, 


.3 


327 


6 


AR410123 


AR410123 Sequence 



Database 



N_GenesecL23Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2 003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being* printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES' 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


2015 


100 


. 0 


2015 


6 


AAD28777 


Aad2 8777 


Human Int 


2 


2015 


100 


.0 


2015 


6 


ABA03201 


Aba03201 


Human IL- 


3 


2015 


100 


.0 


2015 


12 


ADE83328 


Ade83328 


Human IL- 


4 


1607 


4 


79 


. 8 


1841 


6 


AAD28776 


Aad28776 


Human Int 


5 


1607 


4 


79 


.8 


1841 


6 


ABA03200 


Aba03200 


Human IL- 


6 


1607 


4 


79 


. 8 


1841 


12 


ADE83326 


Ade83326 


Human IL- 


7 


1571 


4 


78 


.0 


1818 


4 


AAD12581 


Aadl2581 


Human pro 


8 


1566 


6 


77 


.7 


2171 


12 


ADL13033 


Adll3033 


Human ste 


9 


1557 


77 


.3 


2161 


4 


AAH99008 


Aah99008 


Human EST 


10 


1556 


6 


77 


.3 


1796 


6 


AAS18126 


Aasl8126 


Human DNA 


11 


1552 


4 


77 


. 0 


1827 


4 


AAD13443 


Aadl3443 


Human int 


12 


1543 


76 


.6 


1918 


3 


AAZ52046 


Aaz52046 


cDNA enco 


13 


1543 


76 


.6 


1918 


3 


AAA75772 


Aaa75772 


cDNA enco 


14 


1536 


2 


76 


.2 


1816 


12 


ADI37001 


Adi37001 


Novel hum 


15 


1536 


2 


76 


.2 


1816 


12 


ADL83008 


Adl83008 


Human PRO 


16 


1536 


2 


76 


.2 


' 1816 


12 


ADL91876 


Adl91876 


Human PRO 


17 


1535 


8 


76 


.2 


1816 


3 


AAZ35746 


Aaz35746 


Human int 


18 


1535 


8 


76 


.2 


1816 


3 


AAZ52035 


Aaz52035 


cDNA enco 


19 


1535 


8 


76 


.2 


1816 


3 


AAA75761 


Aaa75761 


cDNA enco 


20 


1439 


71 


.4 


1713 


6 


ABA03202 


Aba03202 


Human IL- 


21 


1432 


6 


71 


.1 


1701 


3 


AAA87757 


Aaa87757 


Human sec 


22 


1432 


6 


71 


.1 


1701 


5 


AAF64039 


Aaf64039 


cDNA enco 


23 


1432 


6 


71 


.1 


1701 


12 


ADP18777 


Adpl8777 


Human sec 


24 


1279 


8 


63 


.5 


1515 


4 


AAS46124 


Aas46124 


Human DNA 


25 


1279 


8 


63 


.5 


1515 


4 


AAF92136 


Aaf 92136 


Human PRO 


26 


1279 


8 


63 


.5 


1515 


4 


AAS09514 


Aas09514 


Human cDN 


27 


1279 


8 


63 


.5 


1515 


6 


ABS74456 


Abs74456 


Human cDN 


28 


1279 


8 


63 


.5 


1515 


8 


ACA89574 


Aca89574 


cDNA enco 


29 


1279 


8 


63 


.5 


1515 


8 


ACA73584 


Aca73584 


Human sec 


30 


1279 


8 


63 


.5 


1515 


8 


ACA05899 


Aca05899 


Human sec 


31 


1279 


8 


63 


.5 


1515 


8 


ACA66733 


Aca66733 


cDNA enco 


32 


1279 


8 


63 


.5 


1515 


8 


ACA91242 


Aca91242 


Novel hum 


33 


1279 


8 


63 


. 5 


1515 


8 


ACD81619 


Acd81619 


Human cDN 


34 


1279 


8 


63 


.5 


1515 


8 


ACF20308 


Acf20308 


Human sec 



35 


1 o rf Q 


Q 


b J . 


c 

. D 


Id Id 


Q 

o 


AUr xy b 


AC t X D i7ft 


Humari 


sec 


JO 


T O T Q 


Q 
O 




c 
> 3 




o 
o 




r%U> UZ X ^ O Z 


XXU.lllCt.li 




J / 


1 O Q 


Q 
O 




> D 


XD XD 


Q 

o 


Av^r X J xfs / 


X X O J. / 


nuiiiciix 




"3 O 
J O 




Q 
O 


O J . 


c 

. O 


Xd Xd 


Q 


iA.V^iJZ D Z D u 


i-iL- UZ D Z D vf 


nLLIIlCLll 


o c i_ 


39 


1279 . 


o 
O 


b J . 


. b 


XdXd 


o 
O 


Av-r uuz yy 


AC X u u z y y 


Humari 


sec 


40 


1279. 


8 


63, 


.5 


1515 


8 


ACA60441 


Aca60441 


Novel 


hum 


41 


1279. 


8 


63. 


.5 


1515 


8 


ACA72356 


Aca72356 


Novel 


hum 


42 


1279. 


8 


63 . 


.5 


1515 


8 


ACD04880 


Acd04880 


Novel 


hum 


43 


1279. 


8 


63 . 


. 5 


1515 


8 


ACD18341 


Acdl8341 


Human 


sec 


44 


1279. 


8 


63, 


.5 


1515 


8 


ACD08348 


Acd08348 


Human 


sec 


45 


1279. 


8 


63. 


.5 


1515 


8 


ACA88782 


Aca88782 


Novel 


hum 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB . seq: * 

2 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB . seq : * 

3 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB.seq:* 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB.seq:* 

5 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB. seq:* 

7 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq: * 

8 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB.seq: * 

9: /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB.seq: * 
10 : /cgn2_6/ptodata/ l/pubpna/US09B_PUBCOMB . seq : * 
11 : /cgn2_6/ptodata/l/pubpna/US09C_PUBCOMB . seq : * 
12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB. seq: * 
14 : /cgn2__6/ptodata/l/pubpna/US10B_PUBCOMB . seq : * 
15 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB . seq : * 
16: /cgn2_6/ptodata/l/ pubpna / US 1 0 D_PUBCOMB .seq:* 
17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB.seq:* 
18 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seq : * 
19 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq : * 
20 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB. seq: * 
21: /cgn2_6/ptodata/l/pubpna/US60_PUBCOMB.seq:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


2015 


100 


.0 


2015 


9 


US-09-886-404-19 


Sequence 19, Appl 


2 


2015 


ICQ 


. 0 


2015 


15 


US-10-037-591A-19 


Sequence 19, Appl 


3 


1607.4 


79 


.8 


1841 


9 


US-09-886-404-17 


Sequence 17, Appl 


4 


1607.4 


79 


.8 


1841 


15 


US-10-037-591A-17 


Sequence 17, Appl 


5 


1571.4 


78 


.0 


1818 


16 


US-10-169-395-56 


Sequence 56, Appl 


6 


1556.6 


77 


.3 


1796 


10 


US-09-863-818A-1 


Sequence 1, Appli 


7 


1556.6 


77 


.3 


1796 


18 


US-10-749-144-1 


Sequence 1, Appli 


8 


1552.4 


77 


.0 


1827 


9 


US-09-778-971-1 


Sequence 1, Appli 


9 


1543 


76 


.6 


1918 


11 


US-09-796-844-17 


Sequence 17, Appl 


10 


1543 


76 


.6 


1918 


17 


US-10-645-702-17 


Sequence 17, Appl 


11 


1536.2 


76 


.2 


1816 


17 


US-10-614-853-1 


Sequence 1, Appli 


12 


1535.8 


76 


.2 


1816 


11 


US-09-796-844-1 


Sequence 1, Appli 


13 


1535.8 


76 


.2 


1816 


17 


US-10-645-702-1 


Sequence 1, Appli 


14 


1535.8 


76 


.2 


1816 


17 


US-10-686-639-1 


Sequence 1, Appli 


15 


1432 .6 


71 


.1 


1701 


11 


US-09-978-360A-33 


Sequence 33, Appl 


16 


1432.6 


71 


.1 


1701 


15 


US-10-315-664-56 


Sequence 56, Appl 


17 


1279.8 


63 


.5 


1515 


9 


US-09-874-503-11 


Sequence 11, Appl 


18 


1279.8 


63 


.5 


1515 


10 


US-09-747-259-11 


Sequence 11, Appl 


19 


1279.8 


63 


.5 


1515 


10 


US-09-908-827-11 


Sequence 11, Appl 


20 


1279.8 


63 


.5 


1515 


13 


US-10-006-867-157 


Sequence 157, App 


21 


1279.8 


63 


.5 


1515 


13 


US-10-052-586-399 


Sequence 3 99, App 


22 


1279.8 


63 


.5 


1515 


13 


US-10-063-547-157 


Sequence 157, App 


23 


1279.8 


63 


.5 


1515 


13 


US-10-000-157-11 


Sequence 11, Appl 


24 


1279.8 


63 


.5 


1515 


13 


US-10-063-551-157 


Sequence 157, App 


25 


1279.8 


63 


.5 


1515 


14 


US-10-174-590-399 


Sequence 399, App 



26 


12 vy . 


8 


63 


. b 


lb lb 


1 A 

14 


TTO 

Ub - 


1 n 
lU 


-I/O 


_ "7 C D 

-/bo 


- J y y 


bequciicc 


3y y , 


App 


27 


1279 . 


8 


53 




Iblb 


14 


TTO 

Ub- 


lU 


-1 /b 


T T T 
- /3 / 


O O Q 

- 3 y y 


O 1 ir\ ^ 

bcCjusnce 


Q Q 

3yy , 


App 


28 


1279 . 


8 


63 


c 


Iblb 


1 A 

14 


TTO 
Ub - 


lU 


A£! ^ 

-U6 J 


-bib 


1 C7 

-lb / 


bcqucZlCc 


T C7 
lb / , 


App 


29 


1279 . 


8 


63 


. 5 


Iblb 


1 A 

14 


TTC? 

Ub - 


lU 


-1/4 


COT 

- b o 1 


^ O Q 

- 3 y y 


C A 1 A ^ A 

bsquence 


Q Q 

jyy , 


App 


3 0 


1279 . 


8 


63 


. 5 


Iblb 


T A 

14 


TTO 

Ub - 


lU 


-1/6 


A Q '3 

-4o3 


- 3 y y 


O 1 

bequence 


1 Q Q 

3y y , 


App 


3 1 


1 O T O 

1279 . 


o 
o 


63 


. b 


Iblb 


1 A 

14 


TIC 
Ub - 


1 A 
lU 


-I/O 


_ A Q 

- /4 y 


_ O Q Q 

- J y y 


C 1 An ^ A 

b cquciic C 


7 QQ 

jyy , 


App 




T O ^7 Q 


o 

O 


o J 


. b 


Iblb 


T A 


TTO 
Ub 


1 A 


- ± / O 




- T Q Q 




Q Q 

J 2^27 , 




3 o 


1 O T Q 


Q 

o 


b J 


. b 


Iblb 


1 A 


TTC - 
Ub ~ 


1 A 


- ± / O 


- Q1 


O i7 27 




J 2?27 , 






1 O T Q 


Q 

o 


b ^ 


. b 


Iblb 


1 A 


TTC - 
Ub - 


1 A 


_ A^^ 1 

- u b ^ 


D D 


_ 1 c; T 
J.D / 


Com 1 on 


1 ^7 
XD / , 


App 


JO 


1 O T O 


Q 
O 


O J 


. b 


1 C 1 CI 

Iblb 


1 A 
14 


TTC - 
Ub " 


1 A 
lU 


~ U O J 




- XD / 




1 R7 
XD / , 


App 


J o 


1 O T Q 

Xz / y . 


Q 


c 1 

O J 


. b 


Iblb 


1 A 
14 


TTC - 
Ub 


1 A 
lU 


UD J 


- R 

- D±0 


- 1 7 
— XD / 


o e U.6 lie c 


1 R7 
XD / , 


App 


7 1 
6 1 


iz / y . 


Q 
O 


b J 


. b 


Iblb 


1 A 
14 


TTC - 
Ub - 


T A 
1 U 


- A '5 

- u b J 


-J ± Z 


XD / 


C o m 1 o n o 


1 R7 
Xb / , 


App 


•a o 
6 o 


iz / y . 


Q 
O 


63 


. b 


Iblb 


1 A 

14 


TTC 
Ub - 


1 A 
lU 


- 1 / J 


- 7 A<C 

/Ub 


"5 Q Q 

- J y y 


O A 1 A m ^ A 

becjuencc 


J yy , 


App 


1 Q 


±z / y . 


o 
o 


o o 


c 
. D 




1 A 


TTC - 
UO 


xu 


X / D 




— J 27 27 


o c LLCiiv^ c: 


J 27 27 , 


App 


40 


1279. 


8 


63 


.5 


1515 


14 


US- 


10 


-175 


-752 


-399 


Sequence 


399, 


App 


41 


1279. 


8 


63 


.5 


1515 


14 


us- 


10 


-176 


-482 


-399 


Sequence 


399, 


App 


42 


1279. 


8 


63 


.5 


1515 


14 


us- 


10 


-176 


-757 


-399 


Sequence 


399, 


App 


43 


1279. 


8 


63 


.5 


1515 


14 


us- 


10 


-176 


-913 


-399 


Sequence 


399, 


App 


44 


1279. 


8 


63 


.5 


1515 


14 


us- 


10 


-180 


-552 


-399 


Sequence 


399, 


App 


45 


1279. 


8 


63 


.5 


1515 


14 


us- 


10 


-180 


-557 


-399 


Sequence 


399, 


App 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq : * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq:* 

3 : /cgn2_6/ptodata/l/ina/6A_COMB.seq:* 

4 : /cgn2_6/ptodata/l/ina/6B_COMB . seq: * 

5 : /cgn2_6/ptodata/ 1/ ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





i 


1 c /- c 
Ibbo . D 


/ / . 


•7 


Z 1 / 1 


4 




ocquciicc 






z 




1 o , 


b 


1 y lO 


A 

4 


TTC no OCfl ^TT IT 

uo-oy-zbo-jii-1 / 


C A 1 A 'n ^ A 

bequence 








lb J b . o 


1 O . 




1 o lb 


A 

4 


TTC no O^CQ "Jll 1 

Uo-oy-zbo-jii-i 


bequence 


1 / App 1 i 




4 


1 C O C Q 

Ibob . o 


/ o . 


o 
Z 


1 Q 1 C 

1 o lb 


A 

4 


Uo Ui7 l04-Ziy-l 


b e queue e 


1 / App 1 1 




c 




/ X . 


1 


1 / U 1 


4 




bequence 


DO ^ /\pp± 




6 


127 9 . 8 


C T 

D J . 


b 


Iblb 


A 

4 


Uo-oy - /4 / -zby-11 


Sequence 


11, ^PP 1 




/ 


y6Z . 4 


4o . 




blUb 


4 


TTO HQ 010 AOQ OQO 

ub -oy-yiy-ujy-^yj 


bequence 


z y J / -^PP 




8 


522 . 4 


25 . 


9 


2337 


A 

4 


TT^ Aft 01 Q AOQ OQyl 

US -09-919-039-2 94 


Sequence 


zy4, App 




9 


o o o 
32 8 


16 . 


3 


4 09 


4 


TTO AO "511 /I 

Uo-Oy-4s6o-Jll-4 


Sequence 


4 , Appl 1 




10 


*3 O O 

32 8 


16 . 


3 


4 09 


4 


TTO AQ ICyl 01Q /! 

Ub-0y-lb4-2iy-4 


Sequence 


4 , Appl i 




11 


187 . 2 


9 . 


3 


327 


4 


TTO Aft ^1T C 

US - 09-268-311-5 


Sequence 


5, Appli 




12 . 


187 . 2 


9 . 


3 


327 


4 


TTO AO 1C>I OTQ C 

US -09- 154 -219-5 


Sequence 


b, Appil 


c 


13 


144 . 2 


7 . 


2 


282 


1 


TTO AO 0 

US-08-13 3-629-8 


Sequence 


8, Appli 


c 


14 


144 


7 . 


1 


2 72 


4 


TTO AO CI T OAA«^ 1 ACfl 1 

US- 09 - 513 - 999C- 19511 


Sequence 


1 Q C 1 1 A 

lybll, A 


c 


15 


141 . 8 


7 . 


0 


283 


4 


TTO AO CTQ A A C ''i C 

US - 08-579-445-26 


Sequence 


z 6 / Appl 


c 


16 


140 . 6 


7 . 


0 


1154 


4 


TTO AO C'^A ^"^"i ^ •> ^ 

US- 09-539-3 33D-37 


Sequence 


37, Appl 


c 


17 


14 0 . 6 


7 . 


0 


1 J 01 


4 


TTO AQ C^O OTOr^ 

Ub- 09 - b J y -jjjU-j6 


Sequence 


0 ^ TV v^i^ 1 

J 0 , App 1 


c 


18 


140.6 


7. 


0 


1386 


4 


US-09-539-333D-40 


Sequence 


40, Appl 


c 


19 


140.6 


7. 


0 


319608 


4 


US-09-679-409-1 


Sequence 


1, Appli 


c 


20 


140.2 


7. 


0 


319608 


4 


US-09-539-333D-1 


Sequence 


1, Appli 


c 


21 


140 


6. 


9 


6769 


1 


US-08-480-784-20 


Sequence 


20, Appl 


c 


22 


140 


6. 


9 


6769 


1 


US-08-483-553-20 


Sequence 


20, Appl 


c 


23 


140 


6. 


9 


6769 


1 


US-08-487-002-20 


Sequence 


20, Appl 


c 


24 


140 


6. 


9 


6769 


1 


US-08-483-554B-20 


Sequence 


20, Appl 


c 


25 


140 


6. 


9 


6769 


1 


US-08-488-011B-20 


Sequence 


20, Appl 


c 


26 


140 


6. 


9 


6769 


3 


US-08-850-727-20 


Sequence 


20, Appl 


c 


27 


140 


6. 


9 


6769 


5 


PCT-US95-10202-20 


Sequence 


20, Appl 


c 


28 


140 


6. 


9 


6769 


5 


PCT-US95-10203-20 


Sequence 


20, Appl 


c 


29 


140 


6. 


9 


6769 


5 


PCT-US95-10220-20 


Sequence 


20, Appl 




30 


138.8 


6. 


9 


45546 


3 


US-09-146-053-6 


Sequence 


6, Appli 


c 


31 


137 


6. 


8 


55827 


4 


US-09-813-133A-3 


Sequence 


3, Appli 




32 


137 


6. 


8 


87350 


3 


US-08-781-891-79 


Sequence 


79, Appl 




33 


137 


6. 


8 


87350 


4 


US-09-618-166-79 


Sequence 


79, Appl 




34 


137 


6. 


8 


87543 


4 


US-09-791-211-3 


Sequence 


3, Appli 




35 


137 


6. 


8 


174493 


4 


US-09-804-471A-3 


Sequence 


3, Appli 




36 


137 


6. 


8 


174493 


4 


US-10-238-709-3 


Sequence 


3, Appli 




37 


136.8 


6. 


8 


4171 


4 


US-09-667-422-3 


Sequence 


3 , Appli 


c 


38 


136.8 


6. 


8 


246240 


2 


US-08-724-394A-20 


Sequence 


20, Appl 


c 


39 


136.8 


6. 


8 


246240 


2 


US-08-724-394A-21 


Sequence 


21, Appl 


c 


40 


136.8 


6. 


8 


246240 


2 


US-08-724-394A-22 


Sequence 


22, Appl 





41 


136 .4 


6 


.8 


511 


4 


US-09-621 


-976 


-1354 


Sequence 


1354, Ap 


c 


42 


136.4 


6 


.8 


3663 


3 


US-09-499 


-884 


-11 


Sequence 


11, Appl 




43 


136.4 


6 


.8 


114793 


4 


US -10 -14 8 


-806 


-3 


Sequence 


3, Appli 


c 


44 


136 


6 


.7 


9278 


1 


US-08-243 


-542 


-9 


Sequence 


9, Appli 


c 


45 


136 


6 


.7 


9278 


1 


US-08-477 


-407 


-9 


Sequence 


9, Appli 



Database : EST:* 



± 


rrVv o G ^ 1 • 


* 


2 


ab est2 • 

^J*/ V.^ ^ la> A • 




3 


gb~htc : * 




4 


gb_est3 : 




5 


gb_est4 : 




6 


gb_est5 : 




7 


gb_est6 : 


* 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


1580 


.6 


78 


, 4 


1819 


3 


^1 C C Q A 
CR0I5594 


CRol5594 


full - leng 


c 


2 


810 


.6 


40 


. 2 


960 


1 


AL565993 


AIj5o5993 


A1jD03773 




3 


794 


.6 


3 9 


4 


8 87 


5 


BA4i lOlB 


OV/I AT 0 

i3a4 i ±U 1 0 






4 


770 


.6 


38 


2 


2010 


3 


AK050139 


AJ\.0b01 


Mus muscu 




5 


766 


38 


0 


2062 


3 


AK045627 


AK045627 


Mus muscu 




6 


751 


. 8 


37 


3 


795 


7 


CF455730 


CF45573 6 


AGENCOURT 


c 


7 


717 


.2 


35 


6 


783 


6 


CB241389 


CB24 1 J oy 


TTT /^"C "CRT A 


c 


8 


639 


.8 


31 


8 


875 


5 


BX453537 


BX4 53 53 7 


BX4535 37 




9 


638 


.4 


31 


7 


652 


4 


BM693867 


BM693867 


UI-E-DWl- 


c 


10 


638 


.2 


31 


7 


664 


6 


CB305764 


CB305764 


UI-CF-ENl 




11 


626 


.8 


31 


1 


641 


2 


BE539514 


BE539514 


601060209 




12 


626 


.4 


31 


1 


676 


1 


AV727345 


AV727345 


AV727345 


c 


13 


621 


,2 


30 


8 


657 


4 


BM670929 


BM670929 


UI-E-DWl- 


c 


14 


614 


. 8 


30 


5 


882 


5 


BX453536 


BX453536 


BX453536 




15 


611 


.8 


30 


4 


788 


4 


BI458542 


BI458542 


603198643 




16 


607 


.4 


30 


1 


902 


1 


AL535617 


AL535617 


AL535617 


c 


17 


603 


.4 


29 


9 


630 


4 


BG433769 


BG433769 


602497744 




18 


594 


.6 


29 


5 


898 


5 


BX431019 


BX431019 


BX431019 




19 


589 


.4 


29 


3 


842 


4 


BI602183 


BI602183 


603244108 




20 


585 


.4 


29 


1 


680 


2 


AW970151 


AW970151 


EST382232 




21 


564 


.2 


28 


0 


703 


1 


AV709899 


AV709899 


AV709899 




22 


532 


.6 


26 


4 


946 


4 


BI823321 


BI823321 


603041231 


c 


23 


523 


,2 


26 


0 


547 


6 


CA412162 


CA412162 


UI-H-EUl- 


c 


24 


503 


.2 


25 


0 


510 


2 


AW299271 


AW299271 


xs48h02 .X 


c 


25 


496 


.2 


24 


6 


509 


2 


BF110326 


BF110326 


7n36f01.x 


c 


26 


481 


.2 


23 


9 


488 


1 


AA514396 


AA514396 


nf57c01.s 


c 


27 


480 


.8 


23 


9 


502 


2 


BE466508 


BE466508 


hx93h01.x 


c 


28 


478 


.4 


23 


7 


484 


2 


BF064177 


BF064177 


7h95bll.x 


c 


29 


476 


.4 


23 


6 


491 


2 


AW837146 


AW837146 


QV1-LT003 




30 


474 


.8 


23 


6 


708 


7 


CK951479 


CK951479 


4090992 B 




31 


452 


.8 


22 


5 


468 


5 


BX282554 


BX282554 


BX282554 


c 


32 


441 


. 8 


21 


9 


457 


1 


AA677205 


AA677205 


zj60f04.s 


c 


33 


439 


. 8 


21 


8 


460 


2 


BF740045 


BF740045 


7o42g04 .x 




34 


439 


.2 


21 


8 


676 


5 


BX483104 


BX483104 


DKFZp686L 




35 


437 


. 8 


21 


7 


470 


2 


BF921554 


BF921554 


MR1-NT017 


c 


36 


435 


.4 


21 


6 


437 


1 


AI032064 


AI032064 


ow68dl2 .X 


c 


37 


434 


.4 


21 


6 


477 


1 


AA287951 


AA287951 


zs55b03 .r 



c 


3 8 


A 

4 J J 




c 
. D 




o 


Ayj uyy Jo 


c 


39 


429 


21 


. 3 


499 


2 


BF920093 




40 


420 


20 


.8 


420 


1 


AV728939 


c 


41 


418 .4 


20 


, 8 


420 


1 


AI401622 




42 


417.4 


20 


.7 


419 


1 


AV728945 


c 


43 


416.6 


20 


.7 


434 


1 


AI826949 


c 


44 


412 .2 


20 


.5 


427 


1 


AI627783 


c 


45 


410 


20 


.3 


414 


1 


AI911549 



AQ309936 CIT-HSP-2 
BF920093 MR1-NT017 
AV728939 AV728939 
AI401622 tf60d02.x 
AV728945 AV728945 
AI826949 wk57bl2.x 
AI627783 ty82all.x 
AI911549 ty73d09.x 



Database : GenEmbl : * 



1 


: go Da : * 


2 


go ncg : ^ 


3 


gb_in : * 


4 


gb_om : * 


5 


gb__ov : * 


6 


: gb J>at : * 


7 


gb_ph : * 


8 


gb_j)l : * 


9 


gb_pr : * 


10: gb_ro:* 


11: gb_StS:* 


12 : gb_sy : * 


13: gb_un:* 


14 : gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1713 


100 


. 0 


1713 


6 


AX253209 


AX253^09 


Sequence 


2 


1678 


6 


98 


.0 


1701 


6 


AR306577 


AR306577 


Sequence 


3 


1678 


.6 


98 


.0 


1701 


6 


AX061651 


AX061651 


Sequence 


4 


1573 


4 


91 


. 9 


1841 


6 


AX253204 


AX253204 


Sequence 


5 


1573 


4 


91 


. 9 


1841 


6 


AX365258 


AX365258 


Sequence 


6 


1540 


6 


89 


. 9 


1818 


6 


AX191534 


AX191534 


Sequence 


7 


1532 


6 


89 


.5 


2171 


6 


AR448094 


AR448094 


Sequence 


8 


1530 


2 


89 


.3 


2042 


9 


BC000980 


BC000980 


Homo sapi 


9 


1525 


8 


89 


. 1 


1796 


6 


AX350967 


AX350967 


Sequence 


10 


1518 


4 


88 


.6 


1828 


9 


AF208110 


AF208110 


Homo sapi 


11 


1509 


88 


.1 


1918 


6 


AR256118 


AR256118 


Sequence 


12 


1502 


2 


87 


.7 


1816 


9 


AF212365 


AF212365 


Homo sapi 


13 


1501 


8 


87 


.7 


1816 


6 


AR256107 


AR256107 


Sequence 


14 


1501 


8 


87 


.7 


1816 


6 


AR410121 


AR410121 


Sequence 


15 


1439 


84 


.0 


2015 


6 


AX253207 


AX253207 


Sequence 


16 


1439 


84 


.0 


2015 


6 


AX365260 


AX365260 


Sequence 


17 


1293 


8 


75 


.5 


1583 


9 


AF250309 


AF250309 


Homo sapi 


18 


1245 


8 


72 


.7 


1515 


6 


AR338361 


AR338361 


Sequence 


19 


1245 


8 


72 


.7 


1515 


6 


AX092426 


AX092426 


Sequence 


20 


1245 


8 


72 


.7 


1515 


6 


AX180774 


AX180774 


Sequence 


21 


1245 


8 


72 


.7 


1515 


6 


AX376332 


AX376332 


Sequence 


22 


1245 


8 


72 


.7 


1515 


9 


AY359122 


AY359122 


Homo sapi 


23 


1241 


4 


72 


.5 


1509 


6 


AX191524 


AX191524 


Sequence 


24 


1239 


8 


72 


.4 


1509 


12 


BT007692 


BT007692 Synthetic 


25 


1040 


2 


60 


.7 


2856 


9 


AF208111 


AF208111 


Homo sapi 


26 


940 


2 


54 


.9 


2080 


6 


BD275570 


BD275570 


MOLECULES 


27 


927 


4 


54 


.1 


1362 


6 


CQ716823 


CQ716823 


Sequence 


28 


855 


2 


49 


. 9 


1506 


6 


AX350969 


AX350969 


Sequence 


29 


842 


2 


49 


.2 


7164 


6 


BD185215 


BD185215 


Novel gen 


30 


842 


2 


49 


.2 


22531 


9 


AY518533 


AY518533 Homo sapi 


31 


842 


2 


49 


.2 


149634 


9 


AC113172 


AC113172 


Homo sapi 


32 


842 


2 


49 


.2 


177072 


9 


AC012467 


AC012467 


Homo sapi 





1 "5 


7 1^ 1 




p 


1 Q^^'^ 

X 2/ O J 


1 0 
J. u 


Z U O X U O 


2i'P'9nRinft Miic; miiQr'ii 




J *± 


/ rtJ . D 




A 
. *± 


9 m ft 

Z U J. O 


xu 




0 \^\J £a \J J ^ \J 11 U. O ItlUO^U 




1 c 


C A O 


1*7 


C 
. 3 


9 C Q Q 


1 n 
xu 


Af Z U O X U 7 


ZiT?9nQ1 OQ Mil c tniief^ii 




J b 


"5 "7 Q 0 




« J. 


Z O fi X J ± 




VJ -7 J J J / 


\J ^ J D D 1 riU.S> 


c 


J / 


o c Q A 

o D y . 4 




A 
. U 






AC X J 1 1. 1 Z, 


2VP117179 PaM-iiQ r\c\ 


c 


1 Q 
J O 


ICQ A 




. U 




o 


AL. X J O D o O 








"^9 ft 
o ^ o 


1 Q 
J. ^ 


. J. 


4 HQ 


D 


ADO c^r 1 n ft 


AP9R^inft ^^miiAnr*^ 




40 


328 


19 


.1 


409 


6 


AR410122 


AR410122 Sequence 


c 


41 


263 .6 


15 


.4 


507 


11 


G29993 


G2 9993 human STS S 


c 


42 


200.6 


11 


.7 


201 


11 


BV175040 


BV175040 sqnm76293 




43 


170.6 


10 


.0 


327 


6 


AR256109 


AR256109 Sequence 




44 


170.6 


10 


.0 


327 


6 


AR410123 


AR410123 Sequence 




45 


159 


9 


.3 


374 


6 


AX098181 


AX098181 Sequence 



Database : N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2: geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9: geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11: geneseqn2003ds : * 
12 : geneseqn2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1713 


100. 


0 


1713 


6 


ABA03202 


Aba03202 Human IL- 


2 


1678.6 


98. 


0 


1701 


3 


AAA87757 


Aaa87757 Human sec 


3 


1678 . 6 


98 . 


0 


1701 


5 


AAF64039 


Aaf64 03 9 cDNA enco 


4 


1678 . 6 


98 . 


0 


1701 


12 


ADP18777 


Adpl8777 Human sec 


5 


1573.4 


91. 


9 


1841 


6 


AAD28776 


Aad2 8776 Human Int 


6 


1573.4 


91. 


9 


1841 


6 


ABA03200 


Aba03200 Human IL- 


7 


1573.4 


91. 


9 


1841" 


12 


ADE83326 


Ade83326 Human IL- 


8 


1540.6 


89. 


9 


1818 


4 


AAD12581 


Aadl2581 Human pro 


9 


1532.6 


.89. 


5 


2171 


12 


ADL13033 


Adll3033 Human ste 


10 


1526.2 


89. 


1 


2161 


4 


AAH99008 


Aah99008 Human EST 


11 


1525 .8 


89. 


1 


1796 


6 


AAS18126 


Aasl8126 Human DNA 


12 


1518.4 


88. 


6 


1827 


4 


AAD13443 


Aadl3443 Human int 


13 


1509 


88. 


1 


1918 


3 


AAZ52046 


Aaz52046 cDNA enco 


14 


1509 


88. 


1 


1918 


3 


AAA75772 


Aaa75772 cDNA enco 


15 


1502 .2 


87. 


7 


1816 


12 


ADI37001 


Adi37001 Novel hum 


16 


1502 .2 


87 . 


7 


1816 


12 


ADL83008 


Adl83 00 8 Human PRO 


17 


1502 .2 


87. 


7 


1816 


12 


ADL91876 


Adl91876 Human PRO 


18 


1501.8 


87. 


7 


1816 


3 


AAZ35746 


Aaz35746 Human int 


19 


1501.8 


87 . 


7 


1816 


3 


AAZ52035 


Aaz52035 cDNA enco 


20 


1501.8 


87. 


7 


1816 


3 


AAA75761 


Aaa75761 cDNA enco 


21 


1439 


84. 


0 


2015 


6 


AAD28777 


Aad2 8777 Human Int 


22 


1439 


84 . 


0 


2015 


6 


ABA03201 


Aba032 01 Human IL- 


23 


1439 


84 . 


0 


2015 


12 


ADE83328 


Ade83328 Human IL- 


24 


1397.4 


81 . 


6 


1399 


12 


ADL22929 


Adl2292 9 Human LP3 


25 


1245.8 


72 . 


7 


1515 


4 


AAS46124 


Aas46124 Human DNA 


26 


1245.8 


72 . 


7 


1515 


4 


AAF92136 


Aaf92136 Human PRO 


27 


1245 . 8 


72 . 


7 


1515 


4 


AAS09514 


Aas09514 Human cDN 


28 


1245.8 


72. 


7 


1515 


6 


ABS74456 


Abs74456 Human cDN 


29 


1245.8 


72. 


7 


1515 


8 


ACA89574 


Aca89574 cDNA enco 


30 


1245.8 


72 . 


7 


1515 


8 


ACA73584 


Aca73584 Human sec 


31 


1245.8 


72. 


7 


1515 


8 


ACA05899 


Aca05899 Human sec 


32 


1245.8 


72 . 


7 


1515 


8 


ACA66733 


Aca66733 cDNA enco 


33 


1245.8 


72 . 


7 


1515 


8 


ACA91242 


Aca91242 Novel hum , 


34 


1245.8 


72 . 


7 


1515 


8 


ACD81619 


Acd81619 Human cDN 



35 


1245 . 


. 8 


72 


. 7 


1515 


8 


ACF2 0308 


Acf 20308 


Human 


sec 


36 


1245 . 


. 8 


72 


. 7 


1515 


8 


ACF19694 


Acf 19694 


Human 


sec 


37 


1245 , 


, 8 


72 


. 7 


1515 


8 


ACD21982 


Aca21982 


Human 


sec 


38 


1245 , 


. 8 


72 


. 7 


1515 


8 


ACF13147 


Ac r 1 3 1 4 7 


Human 


sec 


39 


1245 . 


. 8 


72 


. 7 


1515 


8 


ACD25250 


Aca25250 


Human 


sec 


40 


1245. 


.8 


72 


.7 


1515 


8 


ACF00299 


Acf00299 


Human 


sec 


41 


1245. 


.8 


72 


.7 


1515 


8 


ACA60441 


Aca60441 


Novel 


hum 


42 


1245. 


.8 


72 


.7 


1515 


8 


ACA72356 


Aca72356 


Novel 


hum 


43 


1245, 


.8 


72 


.7 


1515 


8 


ACD04880 


Acd04880 


Novel 


hum 


44 


1245. 


.8 


72 


.7 


1515 


8 


ACD18341 


Acdl8341 


Human 


sec 


45 


1245. 


,8 


72 


.7 


1515 


8 


ACD08348 


Acd08348 


Human 


sec 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/ l/ina/5A_C0MB . seq : * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq:* 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq : * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB . seq : * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/dna/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1678 


.6 


98 


. 0 


1701 


4 


US-09 


2 


1532 


.6 


89 


. 5 


2171 


4 


US-09 


3 


1509 


88 


. 1 


1918 


4 


US-09 


4 


1501 


.8 


87 


. 7 


1816 


4 


US-09 


5 


1501 


.8 


87 


. 7 


1816 


4 


US-09 


6 


1245 


.8 


72 


. 7 


1515 


4 


US-09 


7 


932 


.4 


54 


.4 


5105 


4 


US-09 


8 


491 


.6 


28 


. 7 


2337 


4 


US-09 


9 


328 


19 


. 1 


409 


4 


US-09 


10 


328 


19 


1 


409 


4 


US-09 


11 


170 


.6 


10 


.0 


327 


4 


US-09 


12 


170 


.6 


10 


.0 


327 


4 


US-09 


13 


50 


2 


.9 


50 


4 


US-09 


14 


45 


.6 


2 


7 


3288 


2 


US-08 


15 


45 


.6 


2 


7 


3288 


3 


US-09 


16 


45 


.6 


2 


7 


3288 


3 


US-09 


17 


45 


.6 


2 


7 


3288 


3 


US-08 


18 


45 


.6 


2 


7 


3288 


3 


US-09 


19 


45 


.6 


2 


7 


3288 


3 


US-09 


20 


45 


.6 


2 


7 


3288 


3 


US-09 


21 


45 


.6 


2 


7 


3288 


3 


US-09 


22 


45 


.6 


2 


7 


3288 


4 


US-09 


23 


41 


.8 


2 


4 


3719 


4 


US-08 


24 


41 


.8 


2 


4 


3719 


4 


US-08 


25 


41 


.4 


2 


4 


3223 


2 


US-08 


26 


41 


.4 


2 


4 


3223 


3 


US-09 


27 


41 


.4 


. 2 


4 


3223 


3 


US-09 


28 


41 


.4 


2 


4 


3223 


3 


US-08 


29 


41 


.4 


2 


4 


3223 


3 


US-09 


30 


41 


.4 


2 


4 


3223 


3 


US-09 


31 


41 


.4 


2 


4 


3223 


3 


US-09 


32 


41 


.4 


2 


4 


3223 


3 


US-09 


33 


41 


.4 


2 


4 


3223 


4 


US-09 


34 


41 


.2 


2 


4 


2215 


2 


US-08 


35 


40 


2 


3 


1350 


4 


US-09 


36 


40 


2 


3 


11015 


4 


US -10 


37 


40 


2 


3 


58407 


4 


US-08 


38 


40 


2 


3 


58407 


4 


US-09 


39 


39 


.8 


2 


3 


238 


4 


US-09 


40 


39 


.8 


2 


3 


238 


4 


US-09 



Q Q 

D y i7 


-JO Ui3 DO 


O A /^l 1 A ^ A 

oequence 


DO/ "PP -I- 


Q'7 C 


-oyft /OZ 


oequence 


/ D Z , '^PP 


O Q 

Zoo 


111 1 "7 


oequence 


1 / , AppX 


O £ Q 
ZOO 


- J XX - X 


oequence 


1 f •^PP i i 


J.D't 


-z xy X 


C A /Til ATI ^ A 

oequence 


1 f App 1 i 


/ ft / 


- z 3 y - X X 


O A ^Tl 1 A A 

oequence 


XX, ^pp X 


y J. y 


- Uo y - z y J 


oequence 


z y J , -^PP 


y J. y 


- u J y -z y^ 


oequence 


z y 4 , '^PP 


^ o 
Zoo 


- J X X - 4 


Sequence 


4 , Appli 




-z xy -4 


Sequence 


A TV 1 ^ 

4 f AppXX 


o ^ o 

268 


-311-5 


Sequence 


5, Appll 


154 


-219-5 


Sequence 


5, Appli 


1^1 


-259-31 


Sequence 


3 1 , App 1 


o2 0 


- Dy4A- 1 


Sequence 


1, AppXl 


022 


-255-1 


Sequence 


1, Appli 


rt o o 

022 


-696-1 


Sequence 


1, Appll 


Q "7 O 

y /o 


- / / J - X 


Sequence 


1 , App 1 i 


022 


-253-1 


Sequence 


1, Appli 


022 


-260-1 


Sequence 


1, Appli 


022 


-259-1 


Sequence 


1, Appli 


022 


-257-1 


Sequence 


1, Appli 


549 


-679-1 


Sequence 


1, Appli 


956 


-171E-344 


Sequence 


344, App 


781 


-986A-344 


Sequence 


344, App 


620 


-694A-9 


Sequence 


9, Appli 


022 


-255-9 


Sequence 


9, Appli 


022 


-696-9 


Sequence 


9, Appli 


978 


-773-3 


Sequence 


3, Appli 


022 


-253-9 


Sequence 


9, Appli 


022 


-260-9 


Sequence 


9, Appli 


022 


-259-9 


Sequence 


9, Appli 


022 


-257-9 


Sequence 


9, Appli 


549 


-679-9 


Sequence 


9, Appli 


980 


-329C-1 


Sequence 


1, Appli 


248 


-796A-8476 


Sequence 


8476, Ap 


204 


-708-56 


Sequence 


56, Appl 


916 


-421B-2 


Sequence 


2, Appli 


692 


-570-2 


Sequence 


2, Appli 


016 


-434-560 


Sequence 


560, App 


023 


-655-561 


Sequence 


561, App 



c 


41 


39.8 


2 


.3 


5433 


3 


US-08-929-329-1 


c 


42 


39.4 


2 


.3 


6113 


4 


US-10-204-708-14 




'43 


39 


2 


.3 


640681 


4 


US-09-790-988-1 


c 


44 


38.8 


2 


.3 


399 


4 


US-09-621-976-8976 


c 


45 


38.4 


2 


.2 


1141 


4 


US-09-806-708B-22 



Sequence 1, Appli 
Sequence 14, Appl 
Sequence 1, Appli 
Sequence 8976, Ap 
Sequence 22, Appl 



Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/l/pubpna/PCT__NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB.seq:* 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB . seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB . seq : * 

7 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/ l/pubpna/US08_PUBCOMB . seq : * 

9 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: * 

10: /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB.seq:* 

11: /cgn2_6/ptodata/l/pubpna/US09C_PUBCOMB.seq: * 

12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: * 

13 : /cgn2_6/ptodata/l/pubpna/US10A__PUBCOMB. seq: * 

14 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB.seq:* 

15 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB.seq: * 

16 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB. seq: * 

17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB. seq: * 

18 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seq : * 

19 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq : * 

20 : /cgn2_6/ptodata/l/pubpna/US60__NEW_PUB. seq: * 

21 : /cgn2_6/ptodata/l/pubpna/US60_PUBCOMB. seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


y 1 


1678.6 


98 


.0 


1701 


11 


US-09-978-360A-33 


Sequence 33, Appl 


2 


1678.6 


98 


.0 


1701 


15 


US-10-315-664-56 


Sequence 56, Appl 


3 


1573.4 


91 


.9 


1841 


9 


US-09-886-404-17 


Sequence 17, Appl 


4 


1573 .4 


91 


.9 


1841 


15 


US-10-037-591A-17 


Sequence 17, Appl 


5 


1540.6 


89 


.9 


1818 


16 


US-10-169-395-56 


Sequence 56, Appl 


6 


1525.8 


• 89 


.1 


1796 


10 


US-09-863-818A-1 


Sequence 1, Appli 


7 


1525.8 


89 


.1 


1796 


18 


US-10-749-144-1 


Sequence 1, Appli 


8 


1518.4 


88 


.6 


1827 


9 


US-09-778-971-1 


Sequence 1 , App 1 i 


9 


1509 


88 


.1 


1918 


11 


US-09-796-844-17 


Sequence 17, Appl 


10 


1509 


88 


.1 


1918 


17 


US-10-645-702-17 


Sequence 17, Appl 


11 


1502 .2 


87 


.7 


1816 


17 


US-10-614-853-1 


Sequence 1, Appli 


12 


1501.8 


87 


.7 


1816 


11 


US-09-796-844-1 , 


Sequence 1, Appli 


13 


1501.8 


87 


.7 


1816 


17 


US-10-645-702-1 


Sequence 1, Appli 


14 


1501.8 


87 


.7 


1816 


17 


US-10-686-639-1 


Sequence 1, Appli 


15 


1439 


84 


.0 


2015 


9 


US-09-886-404-19 


Sequence 19, Appl 


16 


1439 


84 


.0 


2015 


15 


US-10-037-591A-19 


Sequence 19, Appl 


17 


1245.8 


72 


. 7 


1515 


9 


US-09-874-503-11 


Sequence 11, Appl 


18 


1245.8 


72 


. 7 


1515 


10 


US-09-747-259-11 


Sequence 11, Appl 


19 


1245.8 


72 


.7 


1515 


10 


US-09-908-827-11 


Sequence 11, Appl 


20 


1245.8 


72 


.7 


1515 


13 


US-10-006-867-157 


Sequence 157, App 


21 


1245.8 


72 


.7 


1515 


13 


US-10-052-586-399 


Sequence 3 99, App 


22 


1245 . 8 


72 


.7 


1515 


13 


US-10-063-547-157 


Sequence 157, App 


23 


1245.8 


72 


.7 


1515 


13 


US-10-000-157-11 


Sequence 11, Appl 


24 


1245.8 


72 


.7 


1515 


13 


US-10-063-551-157 


Sequence 157, App 


25 


1245.8 


72 


. 7 


1515 


14 


US-10-174-590-399 


Sequence 399, App 



D 


lz4 D . 


o 
. 0 


9 9 
/ z 


•7 


X3 XD 


1 A 
Xft 




1 n - 
X u 


1 7 
X / D 


- 7 c; P 

/DO 


- 7 QQ 

- J 17 17 


C 0 m 1 0 n <^ ^ 
Od.^u.c:ii^c 


J 27 27 , 


App 


Z / 


1 O A C 


Q 


9 9 


•7 


XD X3 


1 A 
Xfi 


TTQ- 


xu 


1 7R 
X / 3 




J 27 27 


C 1 on 0^ 

OCVj^UClXv^C 


0 ^ ^ 1 


A -TN-r^ 

App 


O Q 


T O A C 


g 

. 0 


99 


n 


X3 X3 


Xft 


TTQ - 


1 n - 
xu 


Ofi7 

u 00 


0x0 


-1 R7 

— X3 / 




1 57 
XD / , 


Mpp 


0 Q 


1 A 
XZ D < 


Q 

. 0 


9 9 




X 3 X D 


Xrr 




X VJ 


1 7A 
X / *± 


D 0 X 


J ^ ^ 


C^m 1 0 A 


3 99 


Ann 


J u 


T O A C 


Q 


9 9 
/ Z 


. / 


X3 X3 


1 A 
X*t 


TTC - 


X u 


1 7^^ 
X / 0 


- A ft 
ft 0 J 


J 27 -7 


C m 1 0 n 0 ^ 

OCi^VXCii^C 


7 99 

0 27 27 , 


App 


J J. 


1 O A R 


Q 

> 0 


99 
/ Z 




1 Rl R 
X3 X 3 


1 A 




X u 


1 7fi 
X / 0 


-7AQ 


0 ^ ^ 


C^mi^Tio^ 

OC^UCll^C 


799 

0 27 27 , 


App 




X Z *x D . 


Q 

. 0 


79 


7 


X 3 X ^ 


1 A 


TTC - 


1 n - 

X \J 


1 7fi 

X / 0 


^ X** 


•J ^ ^ 




399 , 


«pp 




1 9 A 
X Z ft 3 . 


Q 

> 0 


7 9 
/ z 


7 


XO X D 


1 A 

Xft 


TTC - 


1 n - 

X u 


1 7^^ 

X / D 


Z7 X D 


0 -7 -7 


OCv^UCll^C 


7 99 

J 27 27 , 


Mpp 


J ft 


1 9 A R 
X Z *x D . 


Q 

> 0 


7 9 


7 


1 R 1 R 
X3 X 3 


1 A 
x*± 


TTC ~ 

UO 


X u 


V Q .3 


J 0 ^ 


-1^7 
X ^ / 


Cpkm 1 0n^^ 

0 v3> V^LiC<- C 


1 S7 

XD / , 


/\pp 




T 9 A C 


Q 

. 0 


9 9 
/ Z 


7 


XD XD 


1 A 
Xfl 


TTC - 
UO 


1 0 - 
X U 


UO J 


- R1 1 

D X J 


- 1 R 7 
XO / 




1 R7 

XO / , 


App 


O O 


1 9 A C 
XZ ft 3 . 


Q 


99 
/ Z 


7 


X3 X3 


1 A 

Xft 


TTC - 
UO 


1 0 - 
X u 


UO J 


- R1 R 
D X3 


- 1 R7 
— XD / 


Com 1 0T1 

0 C (^Ll€ Ilv-J 6 


1 R7 
XO / , 


APP 


J / 


1 9 A C 


Q 
. 0 


9 9 
/ Z 


7 


XO XO 


T A 
X*t 


TTC - 
UO 


X u - 


Uo J 


- R 1 9 
D XZ 


- 1 R 7 
X D / 


C 0 1 A m 0 

o6(4U6rivje 


1 R 7 
XO / , 




^ O 


T 0 >1 C 


Q 

. 0 


9 9 
/ Z 


. / 




T A 


TTC 

Uo - 


xu - 


1/0 


- / Uo 


. Q Q 
- J y J7 


0 A 1 A 1^ A 

o6C}u6IlCe 


Q Q 


App 




1 9 A <^ 
XZ rt 3 • 




79 
/ z 


7 


X3 X3 


1 A 

Xft 


TTC - 
UO 


10- 
X u 


1 7 R 

X / 3 


- 77 ft 
/ 0 0 


J 7 7 


C a m 1 a n 0 
OCIi^LlCii^C 


799 


App 


40 


1245. 


,8 


72 


.7 


1515 


14 


us- 


10- 


175 


-752 


-399 


Sequence 


399, 


App 


41 


1245 . 


.8 


72 


.7 


1515 


14 


us- 


10- 


176 


-482 


-399 


Sequence 


399, 


App 


42 


1245. 


.8 


72 


.7 


1515 


14 


us- 


10- 


176 


-757 


-399 


Sequence 


399, 


App 


43 


1245. 


.8 


72 


.7 


1515 


14 


us- 


10- 


176 


-913 


-399 


Sequence 


399, 


App 


44 


1245. 


.8 


72 


.7 


1515 


14 


us- 


10- 


180 


-552 


-399 


Sequence 


399, 


App 


45 


1245. 


.8 


72 


.7 


1515 


14 


us- 


10- 


180 


-557 


-399 


Sequence 


399, 


App 



Title: 

Perfect score : 
Sequence : 



US-09-810-927B-6 
1713 

1 ataaaagcgcagcgtgcggg 



aacaataaagcatcttcagc 1713 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters: 65645750 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 



1 


gb_estl : 


* 


2 


gb__est2 : 


* 


3 


gb_htc : * 




4 


gb___est3 : 


* 


5 


gb_est4 : 


* 


6 


gb_est5 : 




7 


gb_est6 : 




8 


gb_gssl : 




9 


gb_gss2 : 





Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 





1 


1546.6 


90 


.3 


1819 


3 


CR615594 


CR615594 


full-leng 


c 


2 


810.6 


47 


.3 


960 


1 


AL565993 


AL565993 


AL565993 




3 


794.6 


46 


.4 


887 


5 


BX431018 


BX431018 


BX431018 




4 


751.8 


43 


.9 


795 


7 


CF455736 


CF455736 


AGENCOURT 




5 


751.2 


43 


.9 


2062 


3 


AK045627 


AK045627 


Mus muscu 




6 


747 


43 


.6 


2010 


3 


AK050139 


AK050139 


Mus muscu 


c 


7 


717 .2 


41 


.9 


783 


6 


CB241389 


CB241389 


UI-CF-FNO 


c 


8 


641.2 


37 


.4 


875 


5 


BX453537 


BX453537 


BX453537 




9 


638 .4 


37 


.3 


652 


4 


BM693867 


BM693867 


UI-E-DWl- 


c 


10 


638.2 


37 


.3 


664 


6 


CB305764 


CB305764 


UI-CF-ENl 




11 


626.8 


36 


.6 


641 


2 


BE539514 


BE539514 


601060209 




12 


626.4 


36 


.6 


676 


1 


AV727345 


AV727345 


AV727345 


c 


13 


621.2 


36 


.3 


657 


4 


BM670929 


BM670929 


UI-E-DWl- 


c 


14 


616.2 


36 


.0 


882 


5 


BX453536 


BX453536 


BX453536 




15 


611 


35 


.7 


788 


4 


BI458542 


BI458542 


603198643 


c 


16 


603.4 


35 


.2 


630 


4 


BG433769 


BG433769 


602497744 




17 


594.6 


34 


.7 


898 


5 


BX431019 


BX431019 


BX431019 




18 


588.6 


34 


.4 


842 


4 


BI602183 


BI602183 


603244108 




19 


585.4 


34 


.2 


680 


2 


AW970151 


AW970151 


EST382232 





20 


568 


. 2 


33 . 


2 


902 


1 


AL535617 


AL535617 


AlibJ bo 17 




21 


565 


. 6 


33 . 


0 


703 


1 


AV709899 


AV7oyoyy 


TV 7*7 ft O D O O 

A V / 0 y o y y 


c 


22 


523 


. 2 


30 . 


5 


547 


6 


CA412162 


C.A412102 


TTT TJ "DTTI 

Ul -rl-ilUl - 


c 


23 


503 


. 2 


2 9 . 


4 


510 


2 


AW 2 y y 2 / I 


AW2 y y 2 / 1 


XS4 on.U2 . X 




24 


.501 


. 8 


29 . 


3 


ft /I ^ 

946 


4 


Blo23 J2 1 


Blo2 J^2 1 


oO J 04 12 J 1 


c 


25 


496 


. 2 


2 9 . 


0 


C ft ft 

509 


2 


BFllO J2o 


Br 11032 O 


/nj or 01 . X 


c 


26 


481 


. 2 


2 8 . 


1 


4oo 


1 


AAb 14 J y© 


AAb 14 J y b 


nrb /coi . s 


c 


27 


480 


. 8 


2 8 . 


1 


C ft o 


2 


Bb4 DObUo 


Brj4 oo b U o 


nxy jno i . x 


c 


28 


478 


, 4 


27 . 


9 


484 


2 


BF064 177 


Br 064 1 / / 


/ny bDii . X 


c 


29 


476 


. 4 


27 . 


8 


491 


2 


AW837146 


AW837146 


/^ITT T T'ft ft O 

QVl-LTOO J 




30 


474 


. 8 


27 . 


7 


708 


7 


CK951479 


^VftCI >ITft 

CKy5i47y 


>iftOftOfto n 

4oyoyy2 b 




3 1 


452 


.8 


26 . 


4 


46 8 


5 


BX2 82554 


Ba2 o2bb4 


Ba2 o2 bb4 


c 


32 


441 


.8 


25 . 


8 


457 


1 


AA6772 05 


AAo7 72 05 


pv-!^ft^ft/l ^ 

ZJ 60104 . S 


c 


33 


439 


.8 


25 . 


7 


460 


2 


BF740045 


DCn>l ftftyl c 

BF740045 


^ M >l ft ft >l V 

7O42g04 . X 




34 


437 


.8 


25 . 


6 


470 


2 


BFy2 lbb4 


Br y 2 lbb4 


MKl -Jn 101/ 


c 


35 


435 


.4 


25 . 


4 


437 


1 


TVXftTftft^/l 

A10320o4 


7VTftTOft^/1 

A1032 0o4 


OW6oai2 . X 


c 


36 


434 


.4 


25 . 


4 


477 


1 


AA2 87 ybl 


AA2 o / yb 1 


ZSbbDO J . jT 


c 


J / 


433 


o c 
2, b . 


o 


y| C 
4 J D 


Q 

o 


A/^O ft ftft-^ C. 

Ayj uy y JO 


As^J Oy y JO 


v-1 1 ~iA.^V- ^ 


c 


o o 
J o 


429 




U 




2 


Br y2 uuy^ 


sr y z 0 u y J 


IMKI -JM X U 1 / 






420 


4^ ft . 


c 


A o n 
ft z u 


J. 


A V / Z O 2^ J 7 






c 


40 


418 


.4 


24. 


4 


420 


1 


AI401622 


AI401622 


tf60d02.x 




41 


417 


.4 


24. 


4 


419 


1 . 


AV728945 


AV728945 


AV728945 


c 


42 


416 


.6 


24 . 


3 


434 


1 


AI826949 


AI826949 


wk57bl2 .X 


c 


43 


412 


,2 


24 . 


1 


427 


1 


AI627783 


AI627783 


ty82all.x 


c 


44 


410 


23. 


9 


414 


1 


AI911549 


AI911549 


ty73d09.x 


c 


45 


407 


.2 


23. 


8 


416 


2 


BE047352 


BE047352 


hq79e01 .x 



